Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.057; wR factor = 0.161; data-to-parameter ratio = 15.5.
Experimental
Crystal data 
Data collection
Bruker SMART CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.981, T max = 0.987 11091 measured reflections 2952 independent reflections 2756 reflections with I > 2(I) R int = 0.044 Refinement R[F 2 > 2(F 2 )] = 0.057 wR(F 2 ) = 0.161 S = 1.06 2952 reflections 190 parameters H-atom parameters constrained Á max = 0.22 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. supplementary materials Acta Cryst. (2012) . E68, o1320 [doi:10.1107/S1600536812014110]
(E)-4-Amino-N′-(3-nitrobenzylidene)benzohydrazide

Shu-Qing Xu
Comment
As an extension of recent studies of hydrazone Schiff bases, (Cao, 2009; Zhou & Yang, 2010) , the title compound was prepared and characterized.
As shown in Fig. 1 , the asymmetric unit of the title compound, (I), contains one independent molecule displaying an E configuration with respect to its C═N double bond. The dihedral angle between the two benzene rings is 7.6 (4) °. The bond lengths and angles are as expected for a compound of this type and agree with the other ligands belonging to the hydrazone series. The C8═N3 and C7═O1 bond lengths of 1.283 (2) and 1.228 (2) Å, respectively, conform to the values for double bonds. Whereas the C1-N1, C8-N3, C11-N4 and N2-N3 [1.385 (2), 1.360 (2), 1.466 (2) and 1.378 (2) Å, respectively] bond lengths correspond to a single bond. In the crystal packing, it is noted that one of amino H (H1A) and amide H2 are involved in forming intermolecular N-H···O and N-H···N hydrogen bonds, which link the molecules into a R 4 4 (36) graph-set notation ( Fig. 2 and Table 1 ). These rings form an alternating sequence, in turn, linking the molecules into a two-dimensional supramolecular sheet structure parallel to (101). Neighboring layers are further interacting with each other through weak π-π stacking interactions [centroid to centroid distances of the benzene C1/C6 and C9/C14 rings are 3.93 (6) and 4.07 (6) Å].
Experimental 3-Nitrobenzaldehyde (1 mmol, 0.151 g) and 4-aminobenzohydrazide (1 mmol, 0.151 g) were dissolved in MeOH (20 ml).
The mixture was stirred for 6 hours at room temperature to give a yellow solution. Yellow prisms were formed by gradual evaporation of the solvent over a period of 5 days at room temperature.
Refinement
H-atoms were placed in calculated positions (C-H = 0.93 and N-H = 0.86-0.89 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2U eq (C or N). The molecular structure of the title compound, with displacement ellipsoids at the 30% probability level.
Computing details
Figure 2
Crystal packing in the title compound where molecules are linked via N-H···O hydrogen bonds (dashed lines). Except for those involved in hydrogen-bonding interactions, H atoms have been omitted for clarity. 
(E)-4-Amino-N′-(3-nitrobenzylidene)benzohydrazide
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (9) 0.0262 (9) −0.0028 (7) 0.0021 (6) −0.0045 (7) C2 0.0314 (9) 0.0256 (8) 0.0312 (9) −0.0025 (7) 0.0011 (7) −0.0001 (7) C3 0.0277 (9) 0.0288 (9) 0.0267 (9) −0.0001 (7) −0.0016 (7) 0.0021 (7) C4 0.0237 (8) 0.0290 (9) 0.0233 (8) −0.0012 (7) 0.0008 (6) −0.0008 (7) C5 0.0282 (9) 0.0270 (9) 0.0302 (9) 0.0004 (7) −0.0031 (7) −0.0019 (7) C6 0.0263 (9) 0.0344 (10) 0.0255 (9) 0.0006 (7) −0.0057 (7) −0.0009 (7) C7 0.0233 (8) 0.0302 (9) 0.0239 (8) 0.0002 (7) −0.0008 (6) 0.0000 (7) C8 0.0283 (9) 0.0320 (9) 0.0256 (9) 0.0004 (7) −0.0043 (7) −0.0011 (7) C9 0.0248 (8) 0.0292 (9) 0.0274 (9) −0.0001 (7) −0.0011 (7) −0.0008 (7) C10 0.0233 (8) 0.0258 (8) 0.0294 (9) −0.0009 (7) 0.0002 (7) −0.0005 (7) C11 0.0240 (8) 0.0282 (9) 0.0254 (9) −0.0017 (7) 0.0001 (7) −0.0002 (7) C12 0.0343 (10) 0.0271 (9) 0.0337 ( Symmetry codes: (i) −x+1/2, y−1/2, −z+3/2; (ii) x+1/2, −y+1/2, z+1/2; (iii) x+1/2, −y+3/2, z+1/2.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
